Background: DNA-binding proteins (DNA-BPs) play a pivotal role in both eukaryotic and prokaryotic proteomes. There have been several computational methods proposed in the literature to deal with the DNA-BPs, many informative features and properties were used and proved to have significant impact on this problem. However the ultimate goal of Bioinformatics is to be able to predict the DNA-BPs directly from primary sequence.
Background
DNA binding proteins (DNA-BPs) that interact with DNA are pivotal to the cell function such as DNA replication, transcription, packaging recombination and other fundamental activities associated with DNA. DNA-BPs represent a broad category of proteins, known to be highly diverse in sequence, structure and function. Structurally, they have been divided into eight structural/functional groups, which were further classified into 54 structural families [1] . Functionally, protein-DNA interactions play various roles across the entire genome as previously mentioned [2] . At present, several experimental techniques (such as filter binding assays, genetic analysis, chromatin immunoprecipitation on microarrays, and X-ray crystallography) have been used for identifying DNA-BPs. However, experimental approaches for identifying the DNA-BPs are costly and time consuming. Therefore, a reliable identification of DNA-BPs as well as DNA-binding sites with effective computational approach is an important research topic in the proteomics fields, which can play a vital role in proteome function annotation and discovery of potential therapeutics for genetic diseases and reliable diagnostics.
Computational prediction of proteins that interact with DNA is a difficult task, and state of the art methods have shown only limited success in this arena at present. Previously, there have been several machine-learning methods developed for prediction of DNA-BPs in the literature. Broadly, these methods can be divided into two categories: i) analysis from protein structure [3] [4] [5] [6] and ii) prediction from amino acid sequence [7] [8] [9] [10] [11] [12] . The accuracy of structure-based prediction methods is usually higher, but it can't be used in high throughput annotation with the limited number of protein structures. Theoretically, the sequence of a protein contains all the necessary information to predict its function [13] . Until now, many methods for predicting protein function directly from amino acid sequences are useful tools in the study of uncharacterized protein families and in comparative genomics [14] . There are two major problems in the task of computational protein function prediction, which are the choice of the protein representation and the choice of the classification algorithm. To obtain good predictive model, various machine-learning algorithms such as support vector machine (SVM) [8, 10, [15] [16] [17] [18] , neural network [3, 6, 19] , random forest [12, 20] , naïve Bayes classifiers [21, 22] , nearest neighbor [23] and ensemble classifiers [24, 25] have been used to build classification models. Among these, the most widely used algorithm for prediction of DNA-BPs is SVM.
In context to the current study, SVM learns the features specific to the DNA-BPs and generates support vectors decisive for possible classification of any given sequence as DNA-BPs and achieved satisfactory results. The most important challenge for SVM-based prediction is to find a suitable way to fully describe the information implied in protein-DNA interactions [26] . There are several different protein features and feature extraction methods that can be used [8, [27] [28] [29] and a comprehensive survey of these methods can be found in related research work [30, 31] . However, the underlying principle of protein-DNA interactions is still largely unknown. It is desirable to explore the implications of those already identified features and newly undiscovered properties by machine learning approaches to further advance the prediction accuracy and understand the binding mechanism of DNA-BPs.
Thus, a systematic comparison of all protein features known to perform well is investigated in this article. We propose a novel method for predicting DNA-BPs using the SVM algorithm in conjunction with comprehensive feature analysis based on protein sequence. A recent work about mechanisms of protein folding research [32] has shown that the property factors of protein can be naturally clustered into two classes. One class is comprised of properties that favor sequentially localized interaction clusters; the other class is in favor of globally distributed interactions. Following the methodology introduced earlier in related protein function prediction work [29] [30] [31] , we consider a feature vector (xi) to represent proteins which are derived from sequences broadly from three main levels: Global sequence descriptors, Nonlocal sequence descriptors and Local sequence descriptors. Feature vectors extracted from different sequence levels contain information about characteristics of the proteins at different scales which may be helpful in describing the information implied in protein-DNA interactions and improving the final model accuracy.
This paper consists of three main parts: Firstly, we investigate four different kinds of protein features which are composition information, structural and functional information, physicochemical properties and evolutionary information derived from reported literatures, public databases, and related prediction systems. The most informative and representative features are roughly derived from these four kinds of properties. Secondly, three different coding methods are adopted to represent different protein features selected above. These methods are called OCTD (Global method), auto covariance (AC) (Nonlocal method) and SAA (Local method). Lastly, the performance of different feature extraction strategies are extensively investigated by individual SVM classifiers, we collect and analyze those descriptors generated by means of good prediction behaviors. The mRMR-IFS feature selection approach and ensemble learning method are adopted to determine the ultimate prediction model. Our results show that accurate prediction of DNA-BPs can be obtained using a comprehensive analysis of global, nonlocal and local information of protein sequence together. The overall workflow of our method is shown in Figure 1 .
Methods

Datasets
Four types of datasets are used here: i) DNAdset consists of partial sequences (binding regions or DNA binding domains) ii) DNAaset consists of full-length DNA-binding proteins. It's reported that models trained on DNA domains or partial sequences are not suitable for predicting DNA binding proteins and vice versa, so separate methods are necessary for predicting DNA-binding domains and DNAbinding proteins [10] . iii) An independent test set called DNAiset used for testing and comparing. iiii) DNArset with non-equal number of positives and negatives used for evaluating our method in real life.
DNAdset
The domain dataset also called DNAdset, consists of 231 DNA-BPs and 231 non-binding proteins with known structures which were obtained from a union of datasets used in previously related studies [8, 9, 16] . After clustering by CD-HIT [33] and careful inspection, these proteins have less than 40% sequence identity between each pair and without irregular amino acid characters such as "X" and "Z". Thus the obtained DNAdset consists of 462 proteins, half of which are DNA-BPs and the other half are non-binding proteins. A complete list of all the PDB codes for DNAdset can be found in Additional file 1.
DNAaset
To evaluate effectiveness of our methods by comparing with previously famous studies, we used the benchmark DNAaset from reported papers [10, 17] . The dataset consists of 1153 DNA-binding proteins and 1153 non-binding proteins obtained from Swiss-Prot. No two protein sequences have similarity more than 25% and without irregular amino acid characters such as "X" and "Z".
DNAiset
In order to evaluate performance of our models on dataset not used for training or testing and compare with other reported methods, we obtained an independent dataset called DNAiset from newly determined DNA-binding protein structures from PDB by keyword searching (released on 2012-01-01 and later) and non-binding proteins used in a reported prediction method [12] . To reduce the redundancy and homology bias, CD-HIT [33] and PISCES [34] programs were used to ensure no two protein sequences have similarity more than 30% between DNAiset and two training sets (i.e. DNAdset and DNArset). Finally, the DNAiset has 80 DNA-binding protein chains selected from PDB and 192 non-binding proteins obtained from a newly developed web server named iDNA-Prot [12] . A complete list of all the PDB codes for DNAiset can be found in Additional file 1.
DNArset
Equal number of positives and negatives is important for developing a powerful predictor for a protein system. It's also important for evaluating the performance of the prediction model where one can simply calculate the accuracy. All the above datasets in our study have equal number of DNA-binding proteins and nonbinding proteins. However, in a real-world situation, DNA-binding proteins are only a fraction of all proteins. It's one of the (relatively) new problems called imbalanced dataset which has received an increasing attention since the workshop at AAAI 2000 [35] . This raises questions on whether models developed on equal numbers will be effective in real life. Will the method have a significantly poorer performance with more negatives in a test case? Thus, we created a more realistic dataset called DNArset to answer it. This dataset has 231 DNA-BPs used in DNAdset and 1500 non-binding proteins used by Kumar et al. as their "DNArset" [10] .
Support vector machine
Support vector machine (SVM) is a machine learning algorithm based on statistical learning theory presented by Vapnik (1998). It takes a set of feature vectors as the input, along with their output, which is used for training of model. Application of SVM in bioinformatics to various topics has been explored [16] . In this study, publicly available LIBSVM package version 3.11 [36] is used for the implementation of SVM and the RBF is taken as the kernel function, the tunable parameters are optimized based on grid search method to deliver high accuracy. All feature descriptors derived below were normalized in the range of [0, 1] by using formula (value-minimum)/ (maximum-minimum) before training SVM.
Protein features
To develop a powerful function predictor for a protein system, one of the keys is to formulate the datasets with an effective mathematical expression that can truly reflect their intrinsic correlation with the attribute to be predicted [27] . To realize this, we assess four kinds of Figure 1 The overall workflow of the present method. Firstly, the input amino acid sequence is represented numerically by four kinds of features. Secondly, these feature values are transformed to feature descriptor matrices from three different levels. Thirdly, the first round of the evaluation is adopted based on the original descriptor pool and individual SVM models obtained. At last, mRMR-IFS feature selection method and ensemble learning approach are applied as the final evaluation of the optimal SVM model. features including composition information, physicochemical property, evolutionary information and structural/ functional property. The feature vector representations of these features are generated from three different levels, including Global sequence descriptors, Nonlocal descriptors and Local descriptors. Here, the composition information including overall amino acid composition (global descriptors), Dipeptide composition (nonlocal descriptors) and split amino acid composition (local descriptors). The other three kinds of properties are transformed by three different feature transformation methods which are introduced detailedly in Methods section.
Overall amino acid composition (OAAC)
The conventional overall amino acid composition is defined as a 20-dimensional vector, which consists of the occurrence frequencies of 20 native amino acids. Given a protein P:
Where p i represents the occurrence frequency of the i-th native amino acid in the protein, n i is the number of the i-th native amino acid in sequence, L is the length of the sequence in protein P.
It is reported that better performance could be obtained by calculating the square root of p i instead [37] . The algorithm was inspired by the principle of superposition of state in quantum mechanics and proved good here. So we use f i as overall amino acid composition (OAAC) information.
Dipeptide composition (DPC)
Dipeptide composition (DPC) comprises of two consecutive residues which gives a fixed pattern length of 400. This widely used sequence representation encapsulates information about the fraction of amino acids as well as their local order [38] . In this paper, firstly, three kinds of Dipeptide composition DP 0 , DP 1 , DP 2 are calculated by counting all pairs of amino acid condition with 0, 1 and 2 skips respectively [22] as shown in Figure 2 . Each kind of Dipeptide composition gives 400 descriptors, defined as:
Where D s (i, j) is the number of Dipeptide represented by amino acid type i and j with s skips, f s (i, j) represents the occurrence frequency. N is the length of the sequence.
Then, we concatenate the vector elements of DP 0 , DP 1 and DP 2 together and the mRMR method [39] is adopted to select the first 400 descriptors from the total of 1200 dimensions as DPC used in this paper.
Split amino acid composition (SAAC)
Split Amino Acid Composition (SAAC) was introduced where the protein sequence is divided into three parts: N terminal, C terminal and a region between them and composition of each part is calculated separately according to equations (1) and (2). Many previous literatures adopted SAAC for protein function prediction and achieved good results [40, 41] . In our SAAC method, the detailed strategy of splitting the protein sequence is illustrated in Split amino acid (SAA) Transformation section.
Physicochemical properties
Physicochemical properties of amino acids have been successfully employed in many sequence based function predictions with characteristics of well defined and high interpretability [17, 40, 42] . AAIndex [43] is a well known database of amino acid biochemical and physicochemical properties. Recently, a systematic approach (named AutoIDPCPs) has been conducted to identify informative physicochemical and biochemical properties in the AAIndex database to design SVM-based classifiers for predicting and analyzing DNA-BPs [17] . We use the selected 28 representative numerical index scores in their paper to encode each amino acid in this study, as shown in Table 1 . A complete protein sequence is then represented by a set Figure 2 The count of three kinds of Dipeptide composition D0, D1, D2.
of 28×L numerical strings, each of which records the course of one property value along the L-residue sequence.
PSSM profiles
To use the evolution information, the position-specific scoring matrix (PSSM) [44] profiles are adopted, which have been widely used in protein function prediction and other bioinformatics problems with notable improvement of performance [10, 45] . Here, the PSSM profiles are generated by using the PSI-Blast program [44] to search the non-redundant (NR) database (released on 14 May 2011) through three iterations with 0.001 as the E-value cutoff for multiple sequence alignment. The final PSSM scoring matrix has 20×L elements (excluding dummy residue X), where L is the length of protein.
Secondary structure composition
Secondary structure is an important structural feature of protein that can significantly improve the function prediction performance [46, 47] . In this study, secondary structure calculation is carried out by PSIPRED v3.0 [48] , which is one of the state-of-the-art protein secondary structure prediction methods with an accuracy of up to 80%. PSIPRED predicts secondary structure for each residue in a protein and provides a confidence score for three types of secondary structures: helices, β-sheets and coil regions, thus we get 3×L feature values where L is the length of protein.
Disorder feature score
Over the past decade, there has been a growing acknowledgement that a large proportion of proteins within most proteomes contain disordered regions. Protein with disordered regions can play important functional roles. Its flexibility is advantageous to proteins that recognize multiple target molecules including biomacromolecules like DNA with high specificity and low affinity [49] [50] [51] . The IUPred [52] method is used to score the disorder status of each amino acid which recognizes intrinsically disordered protein regions from amino acid sequences by estimating their total pairwise interresidue interaction energy. The prediction type option for IUPred is set as long and we get L feature values where L is the length of protein. 
Feature transformation method
Three different methods are used here to transform preselected protein features into uniform length descriptors to capture various types of information implied in proteins.
The following part describes in detail the methodology for each of these different transformation methods.
Overall composition-transition-distribution (OCTD)
The original CTD method was first introduced by Dubchak et al. [53] as a global description of protein sequence for predicting protein folding class. Recently, CTD has been adopted by more and more leading investigators for protein function and structure studies [54, 55] . Composition (C) is the number of amino acids of a particular property divided by the total number of amino acids. Transition (T) characterizes the percent frequency with which amino acids of a particular property is followed by amino acids of a different property. Distribution (D) measures the chain length within which the first, 25, 50, 75 and 100% of the amino acids of a particular property is located respectively. Here, we develop a new variant method of CTD named Overall Composition-Transition-Distribution (OCTD). Initially, we represent the sequence numerically for a particular feature. Then, we normalize the feature values in the range of [0, 1] using formula (valueminimum)/ (maximum-minimum), amino acids were grouped into two classes according to its feature values of threshold 0.5. Finally, the CTD method is adopted to represent the amino acid properties distribution pattern of a specific property along the protein sequence.
Autocross-covariance (ACC) Transformation
The Autocross-covariance (ACC) method is a simplified nonlocal statistical tool for analyzing sequences of vectors which developed by Wold et al. [56] . Recently, ACC has been adopted by many protein function prediction studies [57, 58] including DNA-BPs [8] . ACC method results in two kinds of variables, AC between the same kind of descriptors, and cross covariance (CC) between two different descriptors. In this study, only AC variables are used in order to avoid generating too large number of descriptors and based on the observations from previously related studies [58] . AC variables describe the average interactions between two residues, a certain lg apart throughout the whole sequence. Here, lg is the distance between one residue and its neighbor, a certain number of residues away. The AC variables are calculated according to Equation (4) below:
Where i is one of the properties, j is the position in the sequence, L is the length of the protein sequence S i,j is the feature value of i at position j, S i is the average score for amino acid i along the whole sequence:
Thus, the number of AC variables can be calculated as P×LG, where P is the number of feature value, LG is the maximum of lg (lg=1,2,. . .,LG).
Split amino acid (SAA) Transformation
There have been several ways to calculate protein local features, the proposed method split amino acid composition (SAAC) where composition of N-terminal, middle and C-terminal of protein is computed separately [40, 41] . The PNPRD method which divided the protein sequence into 10 local regions based on positively and negatively charged residues [59] is some kind of variation from CTD method. There are also more concise method by splitting each protein into 10 local regions of varying length and CTD method was used to exact descriptors from local regions [60, 61] .
Here, we adopt the powerful split amino acid (SAA) method to represent local composition of different protein features selected before. Firstly, each sequence is split into three parts: N-terminal, middle and C-terminal. The N-terminal part is further divided into four regions to consider ambiguity in the length and position of signal sequences. Then, the mean of different features corresponding to the six divided local regions are obtained to generate a fixed number of local descriptors.
We define the N-terminal, middle and C-terminal parts depending on sequence length L. The N-terminal part is further divided into four regions with length d N which is set to 25. It's also assumed that the middle part d M has at least 20 residues equal to the number of distinct amino acids. The length of the C-terminal part d C is set to 10 ( Figure 3A) . For short sequences, we use two more definitions. If L is > 4d N +d C and < 4d N +20+d C , the middle part is regarded as 20 residues from the start of the C-terminal part toward the N-terminal part ( Figure 3B ). In the case that L is ≤ 4d N +d C , we assumed that the lengths of the N-terminal and middle parts are the same which are equal to (L -d C )/2 and the Nterminal part is not divided at all ( Figure 3C ).
Features selection
Maximum Relevance, Minimum Redundancy (mRMR) method was first proposed by Peng for processing microarray data [39] . Max-Relevance means that candidate feature to be selected preferentially has the maximal correlation with the target variable, while MinRedundancy requires that candidate feature to be selected preferentially has minimal redundancy with the features already selected. Both Relevance and Redundancy are measured by the mutual information (MI) defined as:
Where x and y are two random variables, p(x, y) is the joint probabilistic density, p(x) and p(y) are the marginal probabilistic densities respectively. The mathematical description of the algorithm was detailedly presented in the Peng's previous study [39] . To calculate MI, the joint probabilistic density and the marginal probabilistic densities of the two vectors were used. A parameter t is introduced here to deal with these variables. Suppose mean to be the average value of one feature in all samples, and std to be the standard deviation, the feature of each sample would be classified into one of the three groups according to the boundaries: mean ± (t×std). Here, t was assigned to be 1.
After mRMR procedure, mRMR feature pool S (shown as eq (7)) containing all features in an ordered way is obtained. Now we know the advantages of the features, but we do not know how many features and which features we should choose. Incremental Feature Selection (IFS) step was utilized to determine the optimal number of features and the optimal features based on mRMR method.
Incremental Feature Selection (IFS) According to mRMR result, we can construct the N feature sets from ordered feature set S (eq(7)) as follows:
Where f i is the i-th sorted feature in the feature list.
For each feature subset, we use SVM to construct predictor which is evaluated by five-fold cross-validation. As a result, we get a curve named IFS curve, with MCC value as its y-axis and index i of S i as its x-axis. When the overall IFS curve reaches at the peak, meanwhile, the corresponding predictor is chosen as the ultimate prediction model.
Ensemble learning method
The idea of ensemble learning methodology is to build a predictive model by integrating multiple models, treating them as a committee of decision makers. As a growing body of studies indicates that every single learning strategy has its own shortcomings and none of them could consistently perform well over all datasets. To overcome this problem, ensemble methods have been suggested as the promising measures [62, 63] . In general, an ensemble consists of a set of models and a method to combine them. We have twelve different SVM models after the first round of evaluation for exploring the performance of SVM-based modules constructed by different types of features (see Results section for details). Two popular model combination strategies: majority voting and stacking are adopted here.
In majority voting scheme, a classification of an unlabeled instance is performed according to the predicted class that obtains the highest number of votes. That is, we have twelve different classifiers in this work, if a majority of the twelve modules predict a protein as binding, then the prediction result of this protein is taken as binding. When equal number occurred, we found most proteins in this situation are non-binding so the threshold is assigned to six for binding prediction in majority voting scheme.
Stacking is a technique for achieving the highest generalization accuracy [25, 63] . Different from the majority voting scheme, stacking will learning twice. The basic idea is to learn a function that combines the predictions from the individual classifiers. Instead of using the original input attributes, it uses the predicted probabilities for every class label from the base-level classifiers as the input attributes of the target for the second-level machine learning. In our work, we use the decision values from the twelve SVM modules as the input feature vectors for final meta SVM-predictor in stacking scheme.
Performance evaluation
Six parameters are employed to indicate the performance of our method, including overall accuracy (Acc), area under the receiver operating characteristic curve (AUC), Fscore, sensitivity (Sen), specificity (Sp) and Matthews's correlation coefficient (MCC). Details of these indices are listed in Table 2 . The five-fold cross validation method is used to evaluate model which can minimize the overfitting of the prediction model, the whole dataset is randomly separated into five parts. Each time, one part is retained for testing and all others form the training dataset. This process is repeated five times to test each subset. The evaluation parameters above are calculated as the average from the 5-fold cross validation.
Results
AC results
To evaluate the AC transformation method, we first check the impact of parameter LG to achieve the best characterization of the protein sequence. Here, we use both Acc and AUC parameters as optimization objectives to determine the optimal values of LG for each feature transformation. The performance of different AC transformed features for different values of LG on the DNAdset and DNAaset is shown in Figure 4 . To make a uniform representation, the optimal values of LG for AAindex-AC, PSSM-AC and S&F-AC (S&F means the Structural and Functional information which include Secondary Structure Composition and Disorder Feature Score) are set to 9, 11 and 10 respectively in both DNAdset and DNAaset.
Individual SVM-modules results
The detailed procedure of our method is illustrated in Figure 1 . The details about the selected properties of protein sequence and how the feature descriptor matrices were compiled are outlined in Methods section. During the first round of the evaluation, we explore the performance of SVM-based modules constructed by different features transformed from various levels. They are termed OAAC, DPC, SAAC, AAIndex-OCTD, AAIndex-AC, AAIndex-SAA, PSSM-OCTD, PSSM-AC, PSSM-SAA, S&F-OCTD, S&F-AC and S&F-SAA respectively. The prediction results of individual SVM-modules using 5-fold cross-validation over the DNAdset and DNAaset are tabulated in Table 3 . As shown in Table 3 , most of these descriptors are well performed in discriminating the DNA-BPs from non-DNA -BPs as expected. The reason is that those carefully selected informative features are well performed ones in previous studies or some inherent properties related to protein-DNA interactions. Moreover, it demonstrates the usefulness of feature transformation methods used here. Sequence composition information is the basic characters of protein sequences and modules based on the three kinds of composition descriptors are well performed as expected. For predicting DNAaset, PSSM profiles transformed by SAA method are more powerful than commonly used PSSM-400 [10] which has an accuracy of 74.22% and MCC of 0.49. The performances of PSSM-OCTD and PSSM-AC are equal to PSSM-400 method. There is no much difference among three transformation methods for S&F feature, but moderate performances in both DNAdset and DNAaset are noticeable not only because of the difference between the two datasets but also because of the limited accuracy of PSIPRED and IUPred which is just around 80%. So we believe that protein secondary structure and disorder patterns are closely connected with the process of protein-DNA interactions and some related papers have discussed on it [49, 64] . In the future, we believe the prediction power of combined S&F features will significantly improve when more accurate prediction methods of secondary structure and disorder patterns are developed. For AAIndex features transformed by OCTD method, the Acc parameter is 0.743, a little less than the Auto-IDPCPs method which used the same 28 AAIndex [17] with an accuracy of 0.755. The poor performance of the nonlocal descriptors AAIndex-AC is somewhat unexpected as we speculated that the coding method should be able to capture some information of amino acid physicochemical and biochemical properties related to the nonlocal nature. However, previous research has demonstrated the existence of only two types of physicochemical and biochemical properties which are locally and globally distributed [32] . So, we are continuing to investigate the implications of these observations. After investigating individual coding scheme, it's confirmed that all twelve kinds of descriptors are reasonable for discriminating DNA-BPs. We intend to combine the well performed descriptors above-mentioned which mean a comprehensive presentation of protein functional features related to DNA binding. Thus, two different strategies are proposed here for achieving this goal which are ensemble learning and feature selection. To achieve the reduction of noise and redundancy to improve the classification accuracy and the combination of more interpretable features that can help identify DNA-BPs, the proposed mRMR-IFS feature selection framework is adopted.
MRMR results
The mRMR program in this study is downloaded from http://penglab.janelia.org/proj/mRMR/. Using the mRMR program, we obtain the ranked mRMR list of the first 1000 features from the original 2040 descriptors for DNAdset and DNAaset separately. Within the list, a smaller index of a feature indicates that it is deemed as a more important feature in the prediction. The mRMR list is retained and will be used in the IFS procedure for feature selection and further analysis.
IFS results
On the basis of the outputs of mRMR, we built individual predictors by adding features recursively from the top of the mRMR list to the bottom. As shown in Figure 5 , the plotted IFS curve and the detailed IFS results can be found in Additional file 2 and Additional file 3. As we can see, the maximum MCC is 0.881 (accuracy is 0.940) with 203 features and 0.575 (accuracy is 0.789) with 153 features for DNAdset and DNAaset respectively. So, these selected features are considered as the optimal feature set used in our final prediction model.
Ensemble learning results
Based on the results of individual SVM-modules, ensemble learning method attempts to combine different models into a consensus classifier by majority voting and stacking method. The performance of ensemble learning with different combining method is listed in Table 4 . As shown in Tables 3 and 4 , the ensemble learning results are much better than those individual meta predictors including the excellent component classifier such as PSSM-SAA and DPC. Among the two kinds of combining method, stacking (with accuracy of 0.907 and 0.811 for DNAdset and DNAaset) outperforms majority voting (with accuracy of 0.898 and 0.789 respectively) which may benefit from the discrimination power of SVM and the idea of divideand-conquer.
Performance on independent dataset
In this study, we further evaluated the performance of our optimal SVM models (trained on DNAdset) on an independent dataset called DNAiset 
Performance on realistic dataset
In a real-world situation, the number of non-binding proteins is significantly higher than DNA-BPs. Thus, it is important to build and evaluate SVM models on more realistic data rather than equal number of DNA-BPs and non-binding proteins. Hence, we obtained a realistic dataset (DNArset), which has 231 DNA-BPs and 1500 non-binding proteins. Firstly, we developed SVM model using feature selection based method on DNArset and achieved the maximum MCC of 0.720 with an accuracy of 94.16%. Then we also developed ensemble learning models and the ensemble stacking method which achieved the maximum MCC of 0.729 with an accuracy of 94.28%, while the majority voting method has a significant poorer performance with more negative proteins which demonstrates the instability of it. The detailed five fold cross validation results and mRMR-IFS results are shown Figure 5 The IFS curves of DNAdset, DNArset and DNAaset. 
Comparison with existing methods
It is important to compare the performance of our protocol with existing methods in order to evaluate its effectiveness. The performance of feature-selection based models and ensemble learning models for DNA-binding prediction by fivefold cross-validation test is summarized in Table 4 . Table 4 , the best performance in our protocol with an accuracy of 0.811, MCC of 0.614, Sen of 0.814 and Sp of 0.799 is much better.
As mentioned above, the DNAdset is a union of three datasets used in previously related studies, it has difficulty in direct comparison. So we adopted the newly developed independent test set called DNAiset to compare our method with several famous web-based servers. Our method correctly predicted 72 out of 80 positives and 170 out of 192 negatives. DNAbinder developed by Kumar et al. [10] can correctly predict 69 and 126 out of 80 DNA-BPs and 192 non-binding proteins respectively for DNAiset (the SVM model trained on main dataset was used). DNABIND developed by Szilagyi et al. [65] which correctly predicts 61 and 168 out of 80 DNA-BPs and 192 non-binding proteins respectively for DNAiset. The iDNA-Prot [12] , adopted to select the DNAiset in this study, can correctly predict 67 out of 80 DNA-BPs and 171 out of 192 negatives. It should be noticed that the 192 non-binding proteins in DNAiset were used as training set in this method. Detailed comparison results of different methods can be found in Table 5 . It demonstrates that both of our mRMR-IFS feature-selection method and ensemble learning strategy return satisfactory results and outperform some previous studies.
Discussion
As described in the Methods section, there were four kinds of features transformed by three different methods which produced totally twelve types of feature vectors in this study. For both datasets, the original feature space of 2040 dimensions is reduced to 203 and 153 dimensions separately after mRMR-IFS feature selection process. The distribution of the number of each type of features in the optimal feature set is investigated and shown in Figure 6 . Figure 6 Distribution of the number of each type of features (a total 12 types) in the optimal feature set.
As we can see from Figure 6 , the proportion of each type of feature is similar between DNAdset (with 203 optimal features) and DNAaset (with 153 optimal features) except PSSM-OCTD features. Features of DPC, AAIndex features transformed by SAA and OCTD method and PSSM scores transformed by SAA method are over half of the optimal features and DPC is the highest. After further inspection of DPC in the optimal features we find positively charged lysine or arginine or aromatic phenylalanine most frequently appeared in these optimal two-tuples. These three kinds of amino acids play an important role in protein-DNA interactions as described in previous studies [66, 67] . The other eight kinds of features like AAIndex-AC, PSSM-AC, etc. are also involved in the optimal features. This phenomenon suggests that all twelve kinds of features contribute to the prediction of protein-DNA interactions and that DPC features may play an irreplaceable role for DNA-BPs prediction. Further analysis in DNAdset reveals that physicochemical property and evolutionary information are better represented as local descriptors (by SAA transformation method), while DPC as nonlocal features of composition information is more befitting than others, and the structural/functional property tend to be globally and nonlocally represented (by OCTD and AC method). The same situation can be found in DNAaset, in addition, physicochemical property and evolutionary information transformed by OCTD are equal to SAA, and this isn't hard to understand because DNAdset consists of partial sequences (binding regions or DNA binding domains) while DNAaset consists of full length. Thus global features for both AAIndex and PSSM transformed by OCTD in DNAdset are not really global like DNAaset. The results confirm that different properties of amino acid are preferentially distributed in various scales [32] . On the whole, no single type of feature could undertake the task of DNA-BPs prediction accurately. The most important challenge is to find a suitable way to fully describe the information of protein which is just what we are trying to do.
